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161 unrelated families 
128 families (79%) 
variants in known 
PCD genes
13 families (8%)  
bi-allelic variants in 
candidate genes
20 families (12%) 
no putative sequence 
variants could be prioritized 
116 families (72%) 
biallelic or hemizygous variants in 
known PCD genes
12 families (7%) 
heterozygous variant in known 
autosomal PCD genes 
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